Plate Effects. To rule out the possibility that results in Table 2 were inflated by our plating strategy in which samples from family members were plated together, we performed the following comparisons. We selected plates that contained (at least) 2 sets of MZ twin pairs. We then performed comparisons across families, calculating CN and genotype concordances among unrelated samples. We arbitrarily labeled the two MZ pairs from a plate as A and B (and members of a twin pair are labeled 1 and 2). Next, twin 1 from pair A was compared with twin 2 from pair B, and twin 2 from A with twin 1 from B, in a design analogous to results in Table 2 (main text). We did this with A and B from the same plate, as well as across plates, in both cases creating pairs from unrelated individuals. In all contrasts, since the samples are a priori unrelated according to records, any expected difference in concordances for within and between plate contrasts would be due to a "plate effect". Table S1 contains results of this experiment. Table 2 , when evaluating one type of CN deviation, the presence of the other was ignored. For the buccal-blood comparisons, the median was averaged from the 2 possible groups --buccal twin 1, blood twin 2; and buccal twin 2, blood twin1 -where 1 and 2 are arbitrary labels.
We see there is some evidence of a plate effect. Namely, the R 2 values for the sample comparisons on the same plate are higher than those from different plates, reflecting an induced correlation. However, the effect is modest, on the order of a 10% relative change. We also observe nonzero correlations of CN and genotype calls for unrelated individuals, along with a significantly higher correlation at CN probes, compared with SNP probes. For both SNP genotypes and CN, these effects are due to the correlation among sites induced by site-specific population SNP genotype allele and copy number variant frequencies. At sites where allele frequencies are higher, both unrelated individuals will be more likely to have the variant (SNP allele or CNV). At CNP probes, which were designed to measure "common" (or known) CNVs, there is increased correlation (over SNP CNV probes), since there is more leverage for this effect, ie. there are greater numbers of deviations in the same direction. The reason this differential (SNP vs. CN probes) is not observed in Table 2 is that those samples are derived from the same individual or MZ sibship. In Table 2 , population frequencies will not induce correlations since comparisons are made not on individuals from the same population but rather on samples from the same individual. Although this is a small comparison, the results are strikingly different from those in Table 2 , yet sufficiently similar for within and between plates to eliminate plate effects as an overriding factor inducing similarities between co-twins and sample duplicates.
Examination of evidence for chimerism.
By examining SNP genotype concordance, we found no examples of the extreme situation where monozygosity would be indicated by analysis of DNA from blood but not buccal. In data from DZ twins genotyped for both tissue types, CN inference --a potentially complementary and less stringent criterion --was also evaluated to see if there existed a difference in concordance between tissues. We did not observe any shift in overall concordance towards differential similarity in co-twin comparisons based on DNA derived from different sources. Since we expect a modest number of twins to be affected by chimerism, we also examined samples in extreme quantiles rather than entire distributions. (Essentially, we are looking for a mixture of sources -those from chimeras and those not.) Here we did observe some differences among samples in the low quantile, but only for CNV concordance; we found no differences based on SNP genotypes. The combined area (bars) colored in either light or dark blue represent the distribution of all comparisons between DZ co-twins. The distributions for comparisons between cotwins using blood-derived DNA is indicated in dark blue shading.
The distribution of pairwise R 2 values for CNVs from DZ co-twins is displayed in Figure S1 . The dark blue portion of the distribution highlights the comparisons from blood, a subset of the total samples. We observe a shift towards smaller values for blood and a test of differences among the lowest ten R 2 values from the blood-and buccal-based co-twin comparisons is significant (P = .006). However, many of the samples involved in the comparisons that resulted in lower values were obtained for a specific study and thus had different storage conditions. If, when available, we substituted these samples with blood samples of the same individual collected from an older study, the difference did not remain significant. (That is, the effect may have been due to a confounding with data collection and storage conditions.)
Finally, we also note that by examining 115 families where we had measured buccal-derived DNA from DZ twins and at least one additional full sibling (not from the DZ pair), there was no greater concordance in CNVs (or SNP genotypes) for the DZ sibs compared with either co-twin and their non-twin full sibling. Here we have plotted the "low level" data that forms the CQC (quality control) metric for 2 samples (1 sample per row). Well separated peaks indicate higher qualities of called genotypes (more resolution among genotype classes).
LEFT: the distribution of intensities at SNP sites where the individual's genotype was identical to the co-twin's. RIGHT: the distribution at sites where they are different. (For each plot, random samples of probes were taken.) 
Analysis of probes in T-cell receptors.
The following genomic coordinates (based on hg18) were used to identify 779 probes from regions on chromosomes 7 and 14, coding T-cell receptors (α, β, γ, δ): Multiple algorithms. We examined CNV calls made by the intersection of 2 algorithms: Birdsuite and PennCNV. Here we consider CN to be non-neutral if and only if it is called as a duplication by both algorithms, or if it is called to be a deletion by both algorithms (exact copy numbers within these classes are not distinguished). This procedure leads to higher overall concordances. Results are displayed in Table S2 . 2 for blood and buccal samples from 371 individuals and report these for the 43 MZ twin sibships separately, as well. For reference we include results (not shown in the text), computed by Birdsuite only where we collapse copy number in the same manner (states 0 and 1 are collapsed, and states >2 are collapsed). For the buccal-blood comparisons here, we averaged the median from the 2 possible groups --buccal twin 1, blood twin 2; and buccal twin 2, blood twin1 -where 1 and 2 are arbitrary labels.
In table S4 we tabulate CNVs by algorithm and copy number and give their size distributions. . For CN calls made by Birdsuite and PennCNV, we display here the median number segments, total genomic lengths, and total length divided by median number of segments (to yield a "typical" segment size) -for each CN state (0-6). These results are displayed for buccal and blood separately and computed on all 371 individuals. 
